Replacement Sheets 



ALIGNMENT OF CRY3 SEQUENCES 

(Numbered according to Cry3BB) 
(alpha helices underlined, beta sheets marked with + ++'s) 

1 10 20 30 40 

CRY3C: MNPNNRSEHDTI KATENNEVSNNHAQYPLADTP- -TLEELNY 

CRY3BB2: MNPNNRSEHDTI KVTPNSELPTNHNQYPLADNPNSTLEELNY 

CRY3BB: MNPNNRSEHDTI KVTPNSELQTNHNQYPLADNPNSTLEELNY 

CRY3BA: MI RMGGRKMNPNNRSEYDTI KVTPNSELPTNHNQYPLADNPNSTLEELNY 
CRY3A: MI RKGGRKMNPNNRSEHDTI KTTENNEVPTNHVQYPLAETPNPTLEDLNY 

50 60 70 80 90 

KEFLRRTTDNNVEALDSSTTKDAIQKGISI IGDLLGVVGFPYGGALVSFY 
KEFLRMTEDSSTEVLDNSTVKDAVGTGISVVGQI LGVVGVPFAGALTSFY 
KEFLRMTEDSSTEVLDNSTVKDAVGTGISVVGQI LGVVGVPFAGALTSFY 
KEFLRMTADNSTEVLDSSTVKDAVGTGISVVGQI LGVVGVPFAGALTSFY 
KEFLRMTADNNTEALDSSTTK DVIQKGISVVGDLLGVV GFPFGGALVSFY 

100 110 120 130 140 

TNLLNTIWPGE-DPLKAFMQQVEALIDQKIADYAKDKATAELQGLKNVFK 
QSFLDTIWPSDADPWKAFMAQVEVLI DKKI EEYAKSKALAELQGLQNNFE 
QSFLNTIWPSDADPWKAFMAQVEVLIDKKI EEYAKSKALAELQGLQNNFE 
QSFLNAIWPSDADPWKAFMAQVEVLI DKKI EEYAKSKALAELQGLQNNFE 
TNFLNTI WPSE-DP WKAFMEQVEALM DQKIAD YAKNKALAELQGLQNNVE 

150 160 170 180 190 

DYVSALDSWDKTPLTLRDGRSQGRIRELFSQAESHFRRSMPSFAVSGYEV 
DYVNALNSWKKTPLSLRSKRSQDRIRELFSQAESHFRNSMPSFAVSKFEV 
DYVNALNSWKKTPLSLRSKRSQDRIRELFSQAESHFRNSMPSFAVSKFEV 
DYVNALDSWKKAPVNLRSRRSQDRIRELFSQAESHFRNSMPSFAVSKFEV 
DYVSALSSWQK NPVSSRN PHSQGRI RELFSQAESHFRNSMPSF AISGYEV 
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200 210 220 230 240 

CRY3C: LFLPTYAQAANTHLLLLKDAQIYGTDWGYSTDDLNEFHTKQKDLTI EYTN 
CRY3BB2: LFLPTYAQAANTHLLLLKDAQVFGEEWGYSSEDVAEFYHRQLKLTQQYTD 
CRY3BB: LFLPTYAQAANTHLLLLKDAQVFGEEWGYSSEDVAEFYHRQLKLTQQYTD 
CRY3BA: LFLPTYAQAANTHLLLLKDAQVFGEEWGYSSEDIAEFYQRQLKLTQQYTD 
CRY3A: LF LTTYAQAANTHLFLLKDAQI Y GEEWGYE KEDI AEFYKRQLKLTQEYTD 

250 260 270 280 290 

CRY3C: HCAKWYKAGLDKLRGSTYEEWVKFNRYRREMTLTVLDLITLFPLYDVRTY 
CRY3BB2: HCVNWYNVGLNGLRGSTYDAWVKFNRFRREMTLTVLDLI VLFPFYDVRLY 
CRY3BB: HCVNWYNVGLNGLRGSTYDAWVKFNRFRREMTLTVLDLI VLFPFYDI RLY 
CRY3BA: HC V NW Y N VG LN S LRGST Y DAWV KFNRFRREMT LTV LD LI VLFPFYDVRLY 
CRY3A: HCVKWYNVGL DKLRGSS YESWVNFNRYRREMTLTVLDLIALFPL YDVRLY 



300 310 320 330 340 

CRY3C: TKGVKTELTRDVLTDPI VAVNNMNGYGTTFSNI ENYI RKPHLFDYLHAIQ 
CRY3BB2: SKGVKTELTRDI FTDPI FSLNTLQEYGPTFLSI ENSI RKPHLFDYLQGI E 
CRY3BB: SKGVKTELTRDI FTDPI FSLNTLQEYGPTFLSI ENSI RKPHLFDYLQGI E 
CRY3BA: SKGVKTELTRDI FTDPI FTLNALQEYGPTFSSI ENSI RKPHLFDYLRGI E 
CRY3A: PKEVKTELTRDVLTDPI VGVNNLRGYGTTFSJJJ_ENYI RKPHLFDYLHRIQ 

350 360 370 380 390 

CRY3C: FHSRLQPGYFGTDSFNYWSGNYVSTRSSIGSDEI IRSPFYGNKSTLDVQN 
CRY3BB2: FHTRLQPGYSGKDSFNYWSGNYVETRPSIGSSKTITSPFYGDKSTEPVQK 
CRY3BB: FHTRLQPGYFGKDSFNYWSGNYVETRPSIGSSKTITSPFYGDKSTEPVQK 
CRY3BA: FHTRLRPGYSGKDSFNYWSGNYVETRPSIGSNDTITSPFYGDKSI EPIQK 
CRY3A: FHTRFQPGYYGNDSFNYWSGNYVSTRPSIGSNDI ITSPFYGNKSSEPVQN 
++++++++ +++++ +++++++ +++++ +++ 

400 410 420 430 

CRY3C: LEFNGEKVFRAVANGNLAVWPVGTGGTKIHSGVTKVQFSQYNDRKDEVRT 

CRY3BB2: LSFDGQKVYRTI ANTDVAAWPNG KI YFGVTKVDFSQYDDQKNETST 

CRY3BB: LSFDGQKVYRTI ANTDVAAWPNG KVYLGVTKVDFSQYDDQKNETST 

CRY3BA: LSFDGQKVYRTI ANTDIAAFPDG KI YFGVTKVDFSQYDDQKNETST 

CRY3A: LEFNGEKVYRAVANTNLAVWPSA VYSGVTKVEFSQYNDQTDEAST 

+++ +++++++++++ ++++ ++++++++ ++++ 
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440 450 460 470 480 

CRY3C: QTYDSKRNVGGI V- FDSIDQLPPITTDESLEKAYSHQLNYVRCFLLQGGR 
CRY3BB2: QTYDSKRNNGHVGAQDSI DQLPPETTDEPLEKAYSHQLNYAECFLMQDRR 
CRY3BB: QTYDSKRNNGHVSAQDSI DQLPPETTDEPLEKAYSHQLNYAECFLMQDRR 
CRY3BA: QTYDSKRYNGYLGAQDSI DQLPPETTDEPLEKAYSHQLNYAECFLMQDRR 
CRY3A: QTYDSKRNVGAVS-WDSIDQLPPETTDEPLEKGYSHQLNYVMCFLMQGSR 

++++ +++++ +++++++ 

490 500 510 520 530 

CRY3C: GI I PVFTWTHKSVDFYNTLDSEKITQI PFVKAFI LVNSTSVVAGPGFTGG 
CRY3BB2: GTI PFFTWTHRSVOFFNTI DAEKITQLPVVKAYALSSGASI I EGPGFTGG 
CRY3BB: GTI PFFTWTHRSVOFFNTI DAEKITQLPVVKAYALSSGASI I EGPGFTGG 
CRY3BA: GTI PFFTWTHRSVOFFNTI DAEKITQLPVVKAYALSSGASI I EGPGFTGG 
CRY3A: GTI PVLTWTHKSVDFFNMI DSKKITQLPLVKAYKLQSGASVVAGPRFTGG 
+++++++ +++++ ++++ +++++++ 

540 550 560 570 580 

CRY3C: DI I - KCT-NGSGLTLYVTPAPDLTYSKTYKIRIRYASTSQVRFGIDLGSY 
CRY3BB2: NLLFLKESSNSI AKFKVTL-NSAALLQRYRVRI RYASTTNLRLFVQNSNN 
CRY3BB: NLLFLKESSNSI AKFKVTL-NSAALLQRYRVRI RYASTTNLRLFVQNSNN 
CRY3BA: NLLFLKESSNSI AKFKVTL-NSAALLQRYRVRI RYASTTNLRLFVQNSNN 
CRY3A: DI I -QCTENGSAATIYVTPD- - VSYSQKYRARIHYASTSQITFTLSLDGA 

++++++ ++++++++ ++++++++++++ +++++++ 

590 600 610 620 630 

CRY3C: THSISYFDKTMDKGNTLTYNSFNLSSVSRPI EISG-GNKIGVSVGGIGSG 
CRY3BB2: DFI VI YINKTMNIDDDLTYQTFDLATTNSNMGFSGDTN.ELI IGAESFVSN 
CRY3BB: DFLVI YINKTMNKDDDLTYQTFDLATTNSNMGFSGDKNELI IGAESFVSN 
CRY3BA: DFLVI YINKTMNIDGDLTYQTFDFATSNSNMGFSGDTN DFI IGAESFVSN 
CRY3A: PFNQYYFDKTINKGDTLTYNSFNLASFSTPFELSG- -NNLQIGVTGLSAG 
+++++++ +++++++ ++++ +++++++++++ 
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112) 


CRY3A: 


DKVYIDKIEFIPVN 


(SEQ 


ID 


NO: 


113) 



+++++++++++++ 
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